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References for the generation of maps and plots
Collected samples with complete geographic locations (2012-2017), as well as putative lineages were plotted to visualize their species and temporal distribution, respectively, using the ggplot2 module embedded in “R” (R Core Team, 2014; Wickham, 2009). To map the spatial distribution of lineages, we used QGIS (QGIS development team, 2009).
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Method Details:
2.2 Species identification of wildlife samples
DNA was extracted from tissues of 10 samples labeled at EPHI as wildlife. Total DNA was extracted from 10 brain tissues samples coming from wildlife species. A locus of 400 bp within the mammalian mitochondrial cytochrome b was PCR amplified and sequenced using primers MVZ05 and 400R (Table S2). Sequences were then compared with those in GenBank using the BLAST (blastn) tool available at NCBI (Altschul et al. 1990). 
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2.5 Designation of lineages by phylogenetic reconstruction and distance analyses
A total of 228 Ethiopian sequences, 726 bp long, and 100 reference sequences (including vaccine strains) representing major RABV clades, variants, and lineages circulating in Africa, were aligned using ClustalX version 2.0 and trimmed to a 726 bp stretch using BioEdit to create a 328taxa data set. MEGA7 was used to select the best nucleotide substitution model in all data sets. 

Lineage designation was conducted by phylogenetic reconstructions using PhyML 3.0 and MrBayes V3.2 in all data sets (Guindon et al., 2010; Huelsenbeck et al., 2001). ML trees were run with PhyML 3.0, applying the Subtree Pruning and Regrafting (SPR) branch swapping algorithm under the GTR+G+I model using the approximate likelihood ratio test (aLRT) coupled with Shimodaira-Hasegawa-like procedure (SH-like) over 1000 iterations to evaluate branch support (Figures S1). 

Bayesian trees were obtained with MrBayes V 3.2 with two independent runs under the GTR + G + I substitution model with 15 million generations, 4 chains each run, sampling for tree’s parameters every 1000 generations. 

Minimal acceptable ranges for Bayesian posterior probabilities aLRT and SH-like span 0.95 to 1 and from 0.8 to 1, respectively (Guindon et al., 2010).
P-distance matrices were constructed using MEGA 7. Groups for matrices were selected according to ML and Bayesian tree topologies. Bootstrap methods with 1000 iterations as used to estimate variance (standard error).
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Figure S1. A) Maximum likelihood (ML) tree showing all five Ethiopia’s AF1a lineage. Relevant nodes are highlighted in yellow/orange across the tree. Colored bars between taxa’s names and tree branches indicate all taxa pertaining to the same lineages. Wider colored bars on the right of the taxa names indicate minor and major African clades. Color codes are shown between tree and map. B) Africa’s map showing coarse geographic distribution of major and minor clades, colors in countries match wide bars in phylogenetic tree. Abbrevations  in the ML tree: major African clades AF1, Africa 1; AF2, Africa 2; AF3, Africa 3; AF4, Africa 4. African minor clades: AF1a, Africa 1a; AF1b, Africa 1b; AF1c, Africa 1c.
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Table S1. Ethiopia samples and lineage designations
Metadata for all 384 Ethiopian samples used in phylogenetic reconstructions including 156 that were excluded (orange) and 228 that clustered into respective lineages (colored differently). All collection dates, species, and locations were validated through either matching written records with digital records, consulting those responsible for cataloging of samples at EPHI, and/or cytochrome b barcoding. Coordinates were primarily identified using ArcGIS Desktop 10.2.
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Table S2. Primer sets and probes
End point and real time RT-PCR primer sets and probes used for partial and complete sequencing of the N-gene, the LN-34 assay, and cytochrome b barcoding. 

	Designation
ID
	       Broadly Reactive or Degenerate Primers

	
	Orientation
	Genome position 1
	Sequence 5’- 3’
	Reference

	[bookmark: OLE_LINK7][bookmark: OLE_LINK8]Lys001
	Forward
	1-16
	ACGCTTAACGAMAAA
	Markotter et al., 2006

	550 F*
	Forward
	647-666
	ATGTGYGCTAAYTGGAGYAC
	*Markotter et al., 2006

	550B
	Reverse
	647-666
	GTRCTCCARTTAGCRCACAT
	Velasco-Villa et al., 2008

	†304
	Reverse
	1514-1533
	TTGACGAAGATCTTGCTCAT
	Smith., 1995

	N921B
	Reverse
	991-1011
	RAGTGRADTAGRTTGAACAC
	This manuscript

	LN34-1
	Forward
	1-24
	ACGCTTAACAACCAGATCAAAGAA
	Gigante et al., 2008

	LN34-2
	Forward
	1-25
	ACGCTTAACAACAAAATCADAGAAG
	Gigante et al., 2018

	LN34
	Reverse
	140-164
	CMGGGTAYTTRTAYTCATAYTGRTC
	Gigante et al., 2018

	LN34 
	probe
	59-75
	(FAM) AA+C+ACCY+C+T+ACA+A+TGGA (BHQ1)
	Gigante et al., 2018

	β-Actin 
	Forward
	N/A
	CGATGAAGATCAAGATCATTGC
	Gigante et al., 2018

	β-Actin
	Reverse
	N/A
	AAGCATTTGCGGTGGAC
	Gigante et al., 2018

	β-Actin
	probe
	N/A
	(HEX)- TCC ACC TTC CAG CAG ATG TGG ATC A – (BHQ1)
	Gigante et al., 2018

	Positive control
	RNA
	N/A
	GCACAGGGTACTTGTACTCATACTGATCTGAATCCATTGTAGAGGTGTTAGAGCACGACAGGTTTCCCGACTGGATCTTTCTTTGATCTGGTTGTTAAGCGTTCGCCCTATAGTGAGTCGTATTACA
	Gigante et al., 2018

	MVZ05
	Forward
	Mammalian Cyt b
	CGAAGCTTGATATGAAAAACCATCGGTG
	Smith et al., 1993

	400R
	Reverse
	Mammalian Cyt b
	GCCCTCAGAAGGATATTGTCCTCATGG
	Peppers et al., 2000



1According to the full genome sequence of the fixed rabies virus strain, SAD-B19 (Conzelmann, K.K., et al 1990. Molecular cloning and complete nucleotide sequence of the attenuated rabies virus SAD-B19. Virology. 175:485-499.
† Non-degenerate primers
*Reverse complement of a published primer
LN34 probe is labeled by fluorescent FAM at the 5” end and black hole quencher at 3’ end. Locked nucleotide modified bases are indicated by a plus preceding the base. B-actin probe is labeled bt fluorescent HEX at the 5’ end and black hole quencher at the 3’ end.

















Table S3. Reference sequences 
A total of 100 reference sequences representing major RABV clades, variants, and lineages circulating in Africa as well as vaccine strains used to formulate dog rabies vaccines worldwide were used for phylogenetic reconstructions and distance analyses.

	Taxon Name
	Country of Origin 
	Species
	Year
	Section of Genome 
	Clade/Subclade 
	Reference

	KT119647
	Central African Republic 
	Dog
	2003
	Partial Concatenated
	Africa 1b, ST3
	Bourhy et al., 2016 

	KT119649
	Central African Republic 
	Dog
	2003
	Partial Concatenated
	Africa 1b, ST2
	Bourhy et al., 2016 

	KT119651
	Central African Republic 
	Dog
	2004
	Partial Concatenated
	Africa 1b, ST2
	Bourhy et al., 2016 

	KT119657
	Central African Republic 
	Dog
	2005
	Partial Concatenated
	Africa 1b, ST2
	Bourhy et al., 2016 

	KT119663
	Central African Republic 
	Dog
	2006
	Partial Concatenated
	Africa 1b, ST3
	Bourhy et al., 2016 

	KT119664
	Central African Republic 
	Dog
	2006
	Partial Concatenated
	Africa 1b, ST2
	Bourhy et al., 2016 

	KT119665
	Central African Republic 
	Dog
	2007
	Partial Concatenated
	Africa 1b, ST3
	Bourhy et al., 2016 

	KT119708
	Central African Republic 
	Dog
	2007
	Partial Concatenated
	Africa 1b, ST4
	Bourhy et al., 2016 

	KT119737
	Central African Republic 
	Dog
	2009
	Partial Concatenated
	Africa 1b, ST4
	Bourhy et al., 2016 

	EU853587
	Central African Republic
	Dog
	2006
	Complete N
	Africa 1b
	Talbi et al., 2009

	KT119751
	Central African Republic 
	Dog
	2010
	Partial Concatenated
	Africa 1b, ST4
	Bourhy et al., 2016 

	KT119752
	Central African Republic 
	Dog
	2010
	Partial Concatenated
	Africa 1b, ST5
	Bourhy et al., 2016 

	KT119753
	Central African Republic 
	Dog
	2011
	Partial Concatenated
	Africa 1b, ST5
	Bourhy et al., 2016 

	KT119776
	Democratic Republic of the Congo (Zaire) 
	Dog
	1989
	Partial Concatenated
	Africa 1b
	Bourhy et al., 2016 

	MT454654
	South Africa
	Jackal
	2017
	Complete genome
	Africa 1b
	Sabeta et al., 2020 Unpublished

	KX148208
	Central African Republic
	Dog
	1992
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016 Unpublished

	KT119781
	Central African Republic
	Dog
	1992
	Partial Concatenated
	Africa 1b
	Bourhy et al., 2016 

	KT336436
	South Africa 
	Dog
	2012
	Complete genome
	Africa 1b
	Sabeta et al., 2015

	**KX148203
	Mozambique 
	Dog
	1986
	Partial Concatenated
	Africa 1b**
	Troupin et al., 2016

	KR906751
	Tanzania 
	Dog
	2011
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	KY553272
	Zimbabwe
	Honey badger
	1992
	Complete N
	Africa 1b
	Sabeta et al., 2017 Unpublished

	KX148204
	Namibia
	Dog
	1992
	Partial Concatenated
	Africa 1b 
	Troupin et al., 2016 Unpublished

	JX473840
	Namibia 
	Kudu 
	2009
	Complete genome
	Africa 1b
	Scott et al., 2012. unpublished

	KY553257
	South Africa
	Civeta
	1996
	Complete N
	Africa 1b
	Sabeta et al., 2017 Unpublished

	KX148103
	South Africa
	Human
	1981
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016

	KX148204
	Namibia
	Dog
	1992
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016

	KR906790
	Tanzania
	Dog
	2012
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	KR906739
	Tanzania
	Cattle
	2004
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	KX148206
	Tanzania
	Dog
	1996
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016

	KX148207
	Kenya
	Human 
	2014
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016

	KR906783
	Tanzania
	Dog
	2012
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	KR906745
	Tanzania
	Dog
	2010
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	LC029889
	Uganda
	Cattle 
	2009
	Partial Concatenated
	Africa 1b
	Hidaka and Suzuki 2015, unpublished

	KX148205
	Rwanda
	Dog
	1994
	Partial Concatenated
	Africa 1b 
	Troupin et al., 2016

	KR906735
	Tanzania
	Dog
	2008
	Partial Concatenated
	Africa 1b
	Brunker et al., 2015

	AB285215
	Zambia
	Dog
	2000
	Partial Concatenated
	Africa 1b
	Ito et al., 2006 Unpublished

	KX148208
	Central African Republic 
	Dog
	1992
	Partial Concatenated
	Africa 1b
	Troupin et al., 2016

	KT119780
	Central African Republic
	Dog
	1992
	Partial Concatenated only N, P, M and G
	Africa 1b
	Bourhy et al., 2015 Unpublished

	LC029890
	Uganda
	Dog
	2011
	Complete N
	Africa 1b
	Hidaka., 2015 Unpublished

	KX148200
	Ethiopia
	Dog
	1988
	Partial Concatenated
	Africa 1a, Lineage B
	Troupin et al., 2016

	AY500827
	Ethiopia
	Ethiopian Wolf
	2003
	Complete N
	Africa 1a
Ungrouped 
	Randall et al., 2004

	KP723638
	Ethiopia 
	Dog
	2014
	Complete genome
	Africa 1a
Ungrouped
	Marston et al., 2015

	KX148199
	Somalia 
	Jackal
	1993
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	KX148198
	Somalia 
	Dog
	1993
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	AY502128
	Sudan
	Dog
	2001
	Beginning of N
	Africa 1a
	Johnson et., 2004

	AY502131
	Sudan
	Dog
	2002
	Beginning of N
	Africa 1a
	Johnson et., 2004

	KT119788
	Cameroon
	Dog
	2010
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119789
	Cameroon
	Dog
	2009
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119794
	Cameroon
	Dog
	2009
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119795
	Cameroon
	Dog
	2011
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119782
	Cameroon
	Cat
	1992
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KX148202
	Gabon
	Dog
	1995
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	KT119783
	Gabon
	Dog
	1993
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119771
	Gabon
	Dog
	1986
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KT119775
	Gabon
	Dog
	1989
	Partial Concatenated
	Africa 1a
	Bourhy et al., 2016 

	KX148201
	Nigeria
	Dog
	1986
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	KX148194
	Morocco 
	Dog
	1989
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	KF155001
	Morocco 
	Cow
	2009
	Complete Concatenated
	Africa 1a
	Marston et al., 2013

	KX148197
	Algeria 
	Dog
	2015
	Complete Concatenated
	Africa 1a
	Troupin et al., 2016

	KX148209
	Madagascar 
	Dog
	2004
	Complete Concatenated
	Africa 1c
	Troupin et al., 2016

	KX148210
	Madagascar
	Human
	1998
	Complete Concatenated
	Africa 1c
	Troupin et al., 2016

	KX148211
	Madagascar
	Dog
	1986
	Complete Concatenated
	Africa 1c
	Troupin et al., 2016

	EU886636
	Austria 
	Red Fox (vaccine-induced case)
	2006
	Partial Concatenated
	Vaccine /Cosmopolitan 
	Müller et al., 2009

	FJ913470ERA-VCChinaERA
	China 
	N/A
	2007
	Complete Concatenated
	Vaccine /Cosmopolitan 
	Guo et al., 2009

	GU565704_Flury-HEP
	N/A
	N/A
	1948
	Complete Concatenated
	Vaccine /Cosmopolitan 
	Tao et al., 2010

	EF206719_SAG2
	N/A
	N/A
	N/A
	Complete genome
	Vaccine /Cosmopolitan 
	Geue et al., 2008

	GQ918139_CVS-11
	N/A
	N/A
	N/A
	Complete genome
	Vaccine /Cosmopolitan 
	Wang et al., 2010

	DQ099525_PM1503
	N/A
	N/A
	N/A
	Partial Concatenated 
	Vaccine /Cosmopolitan 
	Stallkamp et al., 2005 unpublished 

	JQ944709_EPHVAC
	Ethiopia
	N/A
	2008
	Complete genome
	Vaccine /Cosmopolitan 
	Chupin et al., 2012 unpublished

	KX148101
	Egypt 
	Human
	1979
	Complete genome
	Africa 4
	Troupin et al., 2016

	KF154998
	Israel
	Dog
	1950
	Complete genome
	Africa 4
	Marston et al., 2013

	MG458317
	Egypt
	Dog
	1999
	Complete genome
	Africa 4
	Fischer et al., 2018

	MK760769
	Egypt
	Donkey
	2009
	Partial Concatenated
	Africa 4
	Dellicour et al 2019

	KX148220
	South Africa 
	Mongoose
	2013
	Complete Concatenated
	Africa 3
	Troupin et al., 2016

	KX148222
	South Africa 
	Mongoose
	2014
	Complete Concatenated
	Africa 3
	Troupin et al., 2016

	KX148223
	South Africa 
	Cat
	2000
	Complete Concatenated
	Africa 3
	Troupin et al., 2016

	KX148219
	Botswana
	Honey Badger 
	2009
	Complete Concatenated
	Africa 3
	Troupin et al., 2016

	KT119774
	Cameroon 
	Dog
	1987
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KT119779
	Chad
	Dog
	1992
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KT119754
	Central African Republic 
	Dog
	2004
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KT119767
	Central African Republic 
	Dog
	2009
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KX148244
	Guinea 
	Dog
	1990
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KX148236
	Mauritania
	Dog
	1993
	Complete N
	Africa 2
	Troupin et al., 2016

	KX148234
	Burkina Faso 
	Dog
	1986
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KX148233
	Côte d'Ivoire
	Dog
	1992
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KX148235
	Côte d'Ivoire
	Dog
	2001
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KX148230
	Burkina Faso 
	Dog
	1995
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KT119784
	Cameroon
	Dog
	1995
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KX148242
	Cameroon 
	Dog
	1994
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KC196743
	Nigeria
	Dog
	2011
	Complete Concatenated
	Africa 2
	Zhou et al., 2013

	KX148243
	Cameroon 
	Dog
	1987
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KX148240
	Chad
	Dog
	1990
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KT119786
	Chad
	Dog
	1997
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KX148241
	Chad 
	Dog
	1996
	Complete Concatenated
	Africa 2
	Troupin et al., 2016

	KT119770
	Central African Republic 
	Dog
	2012
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KF977826
	Central African Republic
	Human 
	2011
	Complete Concatenated
	Africa 2
	Tricou et al., 2014

	KT119758
	Central African Republic 
	Dog
	2008
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KT119766
	Central African Republic 
	Dog
	2009
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	KT119768
	Central African Republic 
	Dog
	2012
	Partial Concatenated
	Africa 2
	Bourhy et al., 2016 

	*KT119658
	Central African Republic 
	Dog
	2005
	Partial Concatenated
	Africa 1 
(Africa 2)
	Bourhy et al., 2015


*Sequence annotated in GenBank as AF1, however it pertains to AF2 clade
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	Table S4. Nucleotide substitution models
Comparison of nucleotide substitution models in all data sets. MEGA7 was used to select the best nucleotide substitution model in all data sets based on the best likelihood ratio and Akaike information criteria scores among 24 models tested (Table S4), with 1000 bootstrap iterations.
	
	Model
	#Param
	BIC
	AICc
	lnL
	Invariant
	γ
	R
	Freq A
	Freq T
	Freq C
	Freq G
	A=>T
	A=>C
	A=>G
	T=>A
	T=>C
	T=>G
	C=>A
	C=>T
	C=>G
	G=>A
	G=>T
	G=>C

	T92+G+I
	561.0
	17286.6
	11555.0
	-5214.9
	0.6
	3.23
	5.91
	0.28
	0.28
	0.22
	0.22
	0.02
	0.02
	0.19
	0.02
	0.19
	0.02
	0.02
	0.24
	0.02
	0.24
	0.02
	0.02

	K2+G+I
	560.0
	17299.2
	11577.8
	-5227.4
	0.6
	3.20
	5.88
	0.25
	0.25
	0.25
	0.25
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02

	T92+I
	560.0
	17302.6
	11581.2
	-5229.0
	0.6
	n/a
	5.76
	0.28
	0.28
	0.22
	0.22
	0.02
	0.02
	0.19
	0.02
	0.19
	0.02
	0.02
	0.24
	0.02
	0.24
	0.02
	0.02

	K2+G
	559.0
	17311.4
	11600.2
	-5239.6
	n/a
	0.21
	5.88
	0.25
	0.25
	0.25
	0.25
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02

	T92+G
	560.0
	17312.0
	11590.6
	-5233.7
	n/a
	0.21
	5.91
	0.28
	0.28
	0.22
	0.22
	0.02
	0.02
	0.19
	0.02
	0.19
	0.02
	0.02
	0.24
	0.02
	0.24
	0.02
	0.02

	HKY+G+I
	563.0
	17314.4
	11562.3
	-5216.6
	0.6
	3.21
	5.96
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.20
	0.02
	0.17
	0.02
	0.02
	0.24
	0.02
	0.25
	0.02
	0.01

	K2+I
	559.0
	17315.4
	11604.2
	-5241.6
	0.6
	n/a
	5.74
	0.25
	0.25
	0.25
	0.25
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02

	TN93+G+I
	564.0
	17322.4
	11560.1
	-5214.5
	0.6
	3.01
	5.90
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.18
	0.02
	0.19
	0.02
	0.02
	0.26
	0.02
	0.22
	0.02
	0.01

	HKY+G
	562.0
	17325.7
	11583.8
	-5228.4
	n/a
	0.21
	5.95
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.20
	0.02
	0.17
	0.02
	0.02
	0.24
	0.02
	0.25
	0.02
	0.01

	GTR+G+I
	567.0
	17328.7
	11535.8
	-5199.3
	0.6
	2.91
	5.92
	0.29
	0.28
	0.20
	0.23
	0.02
	0.02
	0.18
	0.02
	0.20
	0.02
	0.03
	0.27
	0.00
	0.22
	0.02
	0.00

	HKY+I
	562.0
	17330.5
	11588.6
	-5230.8
	0.6
	n/a
	5.80
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.20
	0.02
	0.17
	0.02
	0.02
	0.24
	0.02
	0.25
	0.02
	0.01

	TN93+G
	563.0
	17333.0
	11580.9
	-5225.9
	n/a
	0.21
	5.89
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.18
	0.02
	0.20
	0.02
	0.02
	0.27
	0.02
	0.22
	0.02
	0.01

	TN93+I
	563.0
	17338.0
	11585.9
	-5228.4
	0.6
	n/a
	5.75
	0.29
	0.28
	0.20
	0.23
	0.02
	0.01
	0.18
	0.02
	0.19
	0.02
	0.02
	0.25
	0.02
	0.23
	0.02
	0.01

	GTR+G
	566.0
	17339.3
	11556.6
	-5210.7
	n/a
	0.21
	5.89
	0.29
	0.28
	0.20
	0.23
	0.02
	0.02
	0.18
	0.02
	0.20
	0.02
	0.03
	0.27
	0.00
	0.22
	0.02
	0.00

	GTR+I
	566.0
	17346.1
	11563.4
	-5214.1
	0.6
	n/a
	5.77
	0.29
	0.28
	0.20
	0.23
	0.02
	0.02
	0.18
	0.02
	0.19
	0.02
	0.03
	0.25
	0.00
	0.23
	0.02
	0.00

	T92
	559.0
	18106.7
	12395.5
	-5637.2
	n/a
	n/a
	5.28
	0.28
	0.28
	0.22
	0.22
	0.02
	0.02
	0.18
	0.02
	0.18
	0.02
	0.02
	0.24
	0.02
	0.24
	0.02
	0.02

	K2
	558.0
	18118.3
	12417.3
	-5649.1
	n/a
	n/a
	5.28
	0.25
	0.25
	0.25
	0.25
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02
	0.21
	0.02
	0.21
	0.02
	0.02

	HKY
	561.0
	18137.8
	12406.2
	-5640.5
	n/a
	n/a
	5.28
	0.29
	0.28
	0.20
	0.23
	0.02
	0.02
	0.19
	0.02
	0.17
	0.02
	0.02
	0.23
	0.02
	0.24
	0.02
	0.02

	TN93
	562.0
	18142.7
	12400.9
	-5636.9
	n/a
	n/a
	5.28
	0.29
	0.28
	0.20
	0.23
	0.02
	0.02
	0.16
	0.02
	0.20
	0.02
	0.02
	0.28
	0.02
	0.20
	0.02
	0.02

	GTR
	565.0
	18148.7
	12376.2
	-5621.5
	n/a
	n/a
	5.27
	0.29
	0.28
	0.20
	0.23
	0.02
	0.03
	0.16
	0.02
	0.20
	0.02
	0.04
	0.28
	0.00
	0.20
	0.02
	0.00

	JC+G+I
	559.0
	18188.1
	12476.9
	-5677.9
	0.6
	4.03
	0.50
	0.25
	0.25
	0.25
	0.25
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08

	JC+I
	558.0
	18197.1
	12496.1
	-5688.5
	0.6
	n/a
	0.50
	0.25
	0.25
	0.25
	0.25
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08

	JC+G
	558.0
	18198.1
	12497.1
	-5689.0
	n/a
	0.21
	0.50
	0.25
	0.25
	0.25
	0.25
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08

	JC
	557.0
	18965.5
	13274.7
	-6078.8
	n/a
	n/a
	0.50
	0.25
	0.25
	0.25
	0.25
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08
	0.08


NOTE.-- Models with the lowest BIC scores (Bayesian Information Criterion) are considered to describe the substitution pattern the best. For each model, AICc value (Akaike Information Criterion, corrected), Maximum Likelihood value (lnL), and the number of parameters (including branch lengths) are also presented [1]. Non-uniformity of evolutionary rates among sites may be modeled by using a discrete Gamma distribution (+G) with 5 rate categories and by assuming that a certain fraction of sites are evolutionarily invariable (+I). Whenever applicable, estimates of gamma shape parameter and/or the estimated fraction of invariant sites are shown. Assumed or estimated values of transition/transversion bias (R) are shown for each model, as well. They are followed by nucleotide frequencies (f) and rates of base substitutions (r) for each nucleotide pair. Relative values of instantaneous r should be considered when evaluating them. For simplicity, sum of r values is made equal to 1 for each model. For estimating ML values, a tree topology was automatically computed. The analysis involved 328 nucleotide sequences. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [2].
Abbreviations: GTR: General Time Reversible; HKY: Hasegawa-Kishino-Yano; TN93: Tamura-Nei; T92: Tamura 3-parameter; K2: Kimura 2-parameter; JC: Jukes-Cantor. 
References:
1. Nei M. and Kumar S. (2000). Molecular Evolution and Phylogenetics. Oxford University Press, New York.
2. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets. Molecular Biology and Evolution 33:1870-1874.



	Table S5. Estimates of average evolutionary divergence over sequence pairs within groups for Africa 1a sequences across Africa

The number of base differences per site from averaging over all sequence pairs within each group are shown. Standard error estimate(s) are shown in the last column. Evolutionary analyses were conducted in MEGA7 [1]. The presence of n/c in the results denotes cases in which it was not possible to estimate evolutionary distances because the lineage/cluster only had one sequence. 
	Country
	Average paiwise divergence in  percentage
	Standard error in percentage

	Africa 1a Ethiopia
	1.8 (1.5 - 2.1)
	0.3

	AF 1a Somalia
	0.3 (0.1 - 0.5)
	0.2

	AF 1a Morocco
	1.4 (1 - 1.8)
	0.4

	AF1a Algeria
	n/c
	n/c

	AF 1a Gabon
	0.4 (0.2 - 0.6)
	0.2

	AF 1a Cameroon
	0.2 (0.1 - 0.3)
	0.1

	Af1a Nigeria
	n/c
	n/c



References:

1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets. Molecular Biology and Evolution 33:1870-1874.



	Table S6. Estimates of average evolutionary divergence over sequence pairs within groups for Ethiopian lineages
The number of base differences per site from averaging over all sequence pairs within each group are shown. Standard error estimate(s) are shown in the last column. Evolutionary analyses were conducted in MEGA7 [1]. 
	Ethiopia putative lineage
	Percent of divergence
	Standard error
	Number of taxa

	Ethiopia A
	0.6 (0.4 - 0.8)
	0.2
	215

	Ethiopia B
	0.4 (0.2 - 0.6)
	0.2
	4

	Ethiopia D
	0.3 (0.1 - 0.5)
	0.2
	3

	Ethiopia C
	0.4 (0.2 - 0.6)
	0.2
	2

	Ethiopia E
	0.2 (0.1 - 0.3)
	0.1
	4



	References:
	1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets.Molecular Biology and Evolution 33:1870-1874.


	Table S7. Estimates of evolutionary divergence over sequence pairs between groups for Ethiopian lineages
The number of base differences per site from averaging over all sequence pairs between groups are shown. Standard error estimate(s) are shown above the diagonal. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [1]. 
	 
	Ethiopia A
	Ethiopia B
	Ethiopia D
	Ethiopia C
	Ethiopia E

	Ethiopia A
	 
	0.400
	0.400
	0.400
	0.600

	Ethiopia B
	1.7  (1.3 - 2.1)
	 
	0.004
	0.400
	0.600

	Ethiopia D
	1.4 (1 - 1.8)
	1.3 (0.9 - 1.7)
	 
	0.400
	0.500

	Ethiopia C
	2.1 (1.7 - 2.5)
	2 (1.6 - 2.4)
	1.5 (1.1 - 1.9)
	 
	0.600

	Ethiopia E
	3.2 (2.6 - 3.8)
	2.8 (2.2 - 3.4)
	2.6 (2.1 - 3.1)
	2.9 (2.3 - 3.5)
	 



e.g;average pairwise divergence of lineage E when compared with A, B, D and C: 3.2 + 2.8 + 2.6 + 2.9 = 11.5/4 = 2.875 = 2.9

References:
1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets.Molecular Biology and Evolution 33:1870-1874.


Table S8. Estimates of evolutionary divergence over sequence pairs between groups for Africa 1a sequences across Africa
The number of base differences per site from averaging over all sequence pairs between groups are shown. Standard error estimate(s) are shown above the diagonal. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [1].
	Country
	AF1a Ethiopia
	AF1a Somalia
	AF1a Morocco
	AF1a Algeria
	AF1a Gabon
	AF1a Cameroon
	AF1a Nigeria

	AF1a Ethiopia
	 
	0.600
	0.600
	0.600
	0.700
	0.700
	0.700

	AF1a Somalia
	3 (2.4 - 3.6)
	 
	0.700
	0.700
	0.800
	0.800
	0.800

	AF1a Morocco
	4 (3.4 - 4.6)
	3.9 (3.3 - 4.6)
	 
	0.400
	0.700
	0.700
	0.700

	AF1a Algeria
	4.4 (3.8 - 5)
	4.1 (3.4 - 4.8)
	1.9 (1.5 - 2.3)
	 
	0.700
	0.700
	0.700

	AF1a Gabon
	4.9 (4.2 - 5.6)
	4.5 (3.7 - 5.3)
	4.2 (3.5 - 4.9)
	4.4 (3.7 - 5.1)
	 
	0.200
	0.500

	AF1a Cameroon
	5.1 (4.4 - 5.8)
	4.8 (4 - 5.6)
	4.4 (3.7 - 5.1)
	4.5 (3.8 - 5.2)
	0.7 (0.5-0.9)
	 
	0.500

	Af1a Nigeria
	4 (3.3 - 4.7)
	4 (3.2 - 4.8)
	3.7 ( 3 - 4.4)
	4.1 (3.4 - 4.8)
	1.9 (1.4 - 2.4)
	2.2 (1.7 - 2.7)
	 


	
eg., pairwise average of Ethiopia with other countries = 3 + 4 + 4.4 +4.9 + 5.1 + 4 = 25.4 / 6 = 4.2
References: 
1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets.Molecular Biology and Evolution 33:1870-1874.


Table S9. Estimates of average evolutionary divergence over sequence pairs within groups for Africa 1b sequences across Africa
The number of base differences per site from averaging over all sequence pairs within each group are shown. Standard error estimate(s) are shown in the last column. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [1]. The presence of n/c in the results denotes cases in which it was not possible to estimate evolutionary distances because the lineage or clade only had one sequence. 
	Country
	Average intralineage divergence % (% standard error)
	% standadrd error

	AF 1b CAR
	1.1 (0.9 -1.3)
	0.2

	AF1b Zaire DRC
	n/c
	n/c

	AF1b Zambia
	n/c
	n/c

	AF 1b SAfr
	1.3 (1 - 1.6)
	0.3

	AF1b Mozambique
	n/c
	n/c

	AF1b Tanzania
	2.4 (2 -2.8)
	0.4

	AF1b Namibia
	1.3 (0.9 - 1.7)
	0.4

	AF1b Zimbawe
	n/c
	n/c

	AF1b Kenya
	n/c
	n/c

	AF1b Uganda
	4.3 (3.6 - 5)
	0.7

	AF1b Rwanda
	n/c
	n/c


References:
1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets.Molecular Biology and Evolution 33:1870-1874.


Table S10. Estimates of evolutionary divergence over sequence pairs between groups for Africa 1b sequences across Africa
The number of base differences per site from averaging over all sequence pairs between groups are shown. Standard error estimate(s) are shown above the diagonal. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [1]. 
	Country
	Central Afr Rep
	Zaire DRC
	Zambia
	South Africa
	Mozambique
	Tanzania
	Namibia
	Zimbawe
	Kenya
	Uganda
	Rwanda

	Central African Rep
	 
	0.500
	0.500
	0.400
	0.500
	0.400
	0.400
	0.400
	0.600
	0.400
	0.500

	Zaire DRC
	2.4 (1.9 - 2.9)
	 
	0.600
	0.500
	0.500
	0.500
	0.500
	0.500
	0.700
	0.500
	0.600

	Zambia
	3 (2.5 -3.5)
	2.8 (2.2 -3.4)
	 
	0.500
	0.600
	0.500
	0.500
	0.600
	0.700
	0.500
	0.500

	South Africa
	2.4 (2 - 2.8)
	2.5 (2 - 3)
	2.5 (2 - 3)
	 
	0.300
	0.400
	0.300
	0.400
	0.600
	0.400
	0.500

	Mozambique
	2.5 (2 - 3)
	2.2 (1.7 - 2.7)
	2.8 (2.2 - 3.4)
	1 (0.7 -1.3)
	 
	0.500
	0.400
	0.400
	0.700
	0.500
	0.600

	Tanzania
	3.4 (3 - 3.8)
	3.1 (2.6 - 3.6)
	3.3 (2.8 - 3.8)
	3.1 (2.7 - 3.5)
	3.1 (2.6 - 3.6)
	 
	0.400
	0.500
	0.400
	0.400
	0.400

	Namibia
	2.2 (1.8 - 2.6)
	2.3 (1.8 - 2.8)
	2.6 (2.1 -3.1)
	1.4 (1.1 - 1.7)
	1.5 (1.1 - 1.9)
	3 (2.6 - 3.4)
	 
	0.300
	0.600
	0.400
	0.600

	Zimbawe
	2.2 (1.8 - 2.6)
	2.1 (1.6 -2.6)
	2.4 (1.8 - 3)
	1.5 (1.1 - 1.9)
	1.5 (1.1 - 1.9)
	2.8 (2.3 - 3.3)
	1.2 (0.9 - 1.5)
	 
	0.700
	0.500
	0.600

	Kenya
	3.9 (3.3 -4.5)
	3.8 (3.7- 4.5)
	4 (3.3 -4.7)
	3.6 (3 - 4.2)
	3.8 (3.1 - 4.5)
	2.5 (2.1 - 2.9)
	3.5 (2.9 - 4.1)
	3.6 (2.9 -4.3)
	 
	0.500
	0.600

	Uganda
	3.3.(2.9 -3.7)
	3.3 (1.8 - 3.8)
	3.5 (3 - 4)
	3.2 (2.8 - 3.6)
	3.3 (2.8 - 3.8)
	3.4 (3 - 3.8)
	3 (2.6 - 3.4)
	2.8 (2.3 - 3.3)
	4 (3.5 - 4.5)
	 
	0.500

	Rwanda
	3.2 (2.7 - 3.7)
	2.9 (2.3 - 3.5)
	2.6 (2.1 - 3.1)
	2.8 (2.3 - 5.3)
	2.9 (2.3 - 3.5)
	2.3 (1.9 - 2.7)
	2.7 (2.1 - 3.3)
	2.5 (1.9 - 3.1)
	2.5 (1.9 - 4.1)
	2.9 (2.4 - 3.4)
	 


References:
1. Kumar S., Stecher G., and Tamura K. (2016). MEGA7: Molecular Evolutionary Genetics Analysis version 7.0 for bigger datasets.Molecular Biology and Evolution 33:1870-1874.


Table S11 Estimates of evolutionary divergence over sequence pairs between Ethiopian lineages and ungrouped Ethiopian taxa 
The number of base differences per site from averaging over all sequence pairs between groups are shown. Standard error estimate(s) are shown above the diagonal. There were a total of 726 positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [1]. 

	Lineage/taxon
	Ethiopia A
	Ethiopia B
	AY500827
	ETH1560 
	KP723638
	Ethiopia C
	Ethiopia D
	Ethiopia E

	Ethiopia A
	 
	0.400
	0.400
	0.400
	0.400
	0.400
	0.400
	0.600

	Ethiopia B
	1.7 (1.3 - 2.1)
	
	0.400
	0.500
	0.400
	0.400
	0.400
	0.600

	AY500827
	1.5 (1.1 - 1.9)
	1.4 (1 - 1.8)
	
	0.400
	0.400
	0.400
	0.300
	0.600

	ETH1560 
	2 (1.6 - 2.4)
	1.9 (1.4 - 2.4)
	1.5 (1.1 -1.9)
	
	0.500
	0.500
	0.400
	0.600

	KP723638
	1.9 (1.5 -2.3)
	1.7 (1.3 - 2.1)
	1.4 (1 - 1.8)
	1.8 (1.3 - 2.3)
	
	0.500
	0.400
	0.600

	Ethiopia C 
	2.1 (1.7 - 2.5)
	2 (1.6 - 2.4)
	1.6 (1.2 - 2)
	2 (1.5 -2.5)
	1.9 (1.4 -2.4)
	
	0.400
	0.600

	Ethiopia D
	1.4 (1 - 1.8)
	1.3 (0.9 -1.7)
	1 (0.7 - 1.3)
	1.4 (1 - 1.8)
	1.2 (0.8- 1.6)
	1.5 (1.1 -1.9)
	
	0.600

	Ethiopia E
	3.2 (2.6 - 3.8)
	2.8 (2.2 - 3.4)
	2.7 (2.1 - 3.3)
	3.1 (2.5 - 3.6)
	2.7 (2.1 - 3.3)
	2.9 (2.3 - 3.5)
	2.6 (2 - 3.2)
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